Table S1: List of C. albicans strain used in this study

	Name
	Strain
	Genome
	Reference

	C. albicans
	SC5314
	Reference strain
	[12]

	C. albicans
	DAY185
(Wild type)
	URA3/ura3Δ::λimm434 HIS1/his1::hisG ARG4/arg4::hisG
	[13]

	C. albicans

(Δcrz1/Δcrz1)
	OCC1.1
	ura3Δ::λimm434/ura3Δ::λimm434his1::hisG::HIS1/his1::hisGarg4::hisG/arg4::hisG crz1::UAU1/crz1::ARG4
	[13]

	C. albicans

(Δcnb1/Δcnb1)
	JRB64
	ura3Δ::λimm434/ura3Δ::λimm434his1::hisG::HIS1/his1::hisGarg4::hisG/arg4::hisGcnb1::UAU1/cnb1::ARG4
	[13]

	C. albicans

(CNB1-1/CNB1)
	YAG237
	CNB1 mutant having hyperactive allele
	[13]


Table S2: List of primers used for RT-PCR in this study
	RAD57
	

	Forward
	AAAAGGATTTGCAAGTCG

	Reverse
	GAATCTTCTCTCCGGAAA

	Erg28
	

	Forward
	CCGTGGTATCAATTTTCAATT

	Reverse
	AGTCCTTTTGCAAATACATCC

	FTR2
	

	Forward
	GGGGCTAGGTGTTCTTATTTG

	Reverse
	AAACCAGCAGCGATCAAGTA

	SPC98
	

	Forward 
	CTTTATCGGAACAAACCA

	Reverse 
	CCCTTTCACTATCCAATGTT

	MSH6
	

	Forward
	TCTCGCAATTCAGCTTCACA

	Reverse
	CAATGTTTCCACTTCTGGTG

	NPC2
	

	Forward
	GAACTTGGCAATTGTTACCC

	Reverse
	CAGGGAATATAATTGTAGCAG


Table S3: List of downregulated genes in response to Ses
	ORF ID¥
	Standard

gene name¥
	Fold change*

(Log2)
	Description

	Mitochondria

	orf19.1267.1
	ISD11
	-1.50351
	Ortholog(s) have enzyme activator activity, role in iron-sulfur cluster assembly and extrinsic to mitochondrial inner membrane, mitochondrial matrix localization

	orf19.2364
	MIS11
	-2.22
	Similar to precursor of mitochondrial C1-tetrahydrofolate synthase; putative protein of glycine catabolism; downregulated by Efg1p; fluconazole-induced; stationary phase enriched protein

	orf19.522
	PIM1
	-1.88
	Ortholog(s) have ATP-dependent peptidase activity, role in chaperone-mediated protein complex assembly, misfolded or incompletely synthesized protein catabolic process and mitochondrial matrix localization

	orf19.2364
	MIS11
	-2.22
	Similar to precursor of mitochondrial C1-tetrahydrofolate synthase; putative protein of glycine catabolism; downregulated by Efg1p; fluconazole-induced; stationary phase enriched protein

	orf19.2384
	MTG1
	-1.50
	Ortholog(s) have role in mitochondrial translation and mitochondrial inner membrane localization

	orf19.1794
	PET54
	-1.79
	Ortholog(s) have RNA binding, translation regulator activity and role in Group I intron splicing, mitochondrial respiratory chain complex IV biogenesis, positive regulation of mitochondrial translation

	orf19.4396
	FCJ1
	-1.61
	Ortholog(s) have role in cristae formation, protein import into mitochondrial intermembrane space and integral to mitochondrial inner membrane, mitochondrial crista, mitochondrial crista junction localization

	orf19.5705
	NAM2
	-2.11
	Putative mitochondrial leucyl-tRNA synthetase

	orf19.3040
	EHT1
	-2.77
	Protein similar to S. cerevisiae Eht1p; transcription is induced in response to alpha pheromone in SpiderM medium; regulated by Sef1p-, Sfu1p-, and Hap43p

	orf19.4499
	RIM2
	-1.93
	Putative mitochondrial carrier protein; induced in response to alpha pheromone in SpiderM medium

	orf19.7187
	MAM33
	-1.70
	Putative mitochondrial acidic matrix protein; regulated by Ssn6p; protein present in exponential and stationary growth phase yeast cultures

	orf19.989
	MRPS5
	-1.69
	Ortholog(s) have structural constituent of ribosome activity and mitochondrial small ribosomal subunit localization

	orf19.7361
	SEN54
	-2.38
	Ortholog(s) have tRNA-intron endonuclease activity, role in tRNA-type intron splice site recognition and cleavage and mitochondrial outer membrane, tRNA-intron endonuclease complex localization

	orf19.3400
	COQ3
	-1.77
	Protein with a predicted role in coenzyme Q biosynthesis; transcriptionally induced by interaction with macrophages; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.2852
	MRP21
	-1.41
	Ortholog(s) have structural constituent of ribosome activity, role in mitochondrial translational initiation and mitochondrial small ribosomal subunit localization

	orf19.6061
	FMP30
	-1.56
	Ortholog(s) have role in N-acylethanolamine metabolic process, N-acylphosphatidylethanolamine metabolic process and integral to mitochondrial inner membrane localization

	orf19.3521
	ARH2
	-1.79
	Putative adrenodoxin-NADPH oxidoreductase; role in heme biosynthesis

	Yeast to Hypha transition

	orf19.6734
	TCC1
	-2.53
	Protein involved in regulation of filamentous growth and virulence; interacts with Tup1p; acts in transcriptional regulation of hypha-specific genes; contains 4 tetratricopeptide repeat (TPR) motifs; flucytosine repressed; Tbp1p-activated

	orf19.4866
	CPP1
	-2.83
	VH1 family MAPK phosphatase; regulates Cst20p-Hst7p-Cek1p-Cph1p hyphal growth pathway; represses yeast to hyphal switch; required for virulence in mouse systemic infection; more mRNA in yeast than hyphae; pheromone-induced

	orf19.4892
	TPK1
	-4.08
	Catalytic subunit of cAMP-dependent protein kinase (PKA), isoform of Tpk2p; involved in control of morphogenesis and stress response; wild-type nuclear localization requires Bcy1p; produced during stationary but not exponential growth

	Plasma Membrane

	orf19.4982
	
	-2.32
	Has domain(s) with predicted role in lipid metabolic process

	orf19.1691
	
	-1.89
	Plasma-membrane-localized protein; filament induced; Hog1p-, ketoconazole-, fluconazole- and hypoxia-induced; regulated by Nrg1p, Tup1p, Upc2p; increased expression in response to prostaglandins; biofilm- and planktonic growth-induced

	orf19.3616
	ERG9
	-1.56
	Putative farnesyl-diphosphate farnesyl transferase (squalene synthase) involved in the sterol biosynthesis pathway; likely to be essential for growth; regulated by fluconazole and lovastatin; amphotericin B, caspofungin repressed

	orf19.7609
	PGA11
	-1.99
	Putative GPI-anchored protein

	orf19.4491
	ERG20
	-1.66
	Putative farnesyl pyrophosphate synthetase involved in isoprenoid and sterol biosynthesis, based on similarity to S. cerevisiae Erg20p; likely to be essential for growth, based on an insertional mutagenesis strategy

	orf19.1955
	SHR5
	-2.14
	Ortholog(s) have palmitoyltransferase activity, role in protein palmitoylation, protein targeting to membrane and endoplasmic reticulum palmitoyltransferase complex, extrinsic to endoplasmic reticulum membrane localization

	orf19.6590
	VMA22
	-1.80
	Ortholog(s) have unfolded protein binding activity, role in vacuolar acidification, vacuolar proton-transporting V-type ATPase complex assembly and extrinsic to endoplasmic reticulum membrane localization

	orf19.2016
	ERG28
	-1.59
	Ortholog(s) have protein binding, bridging activity, role in ergosterol biosynthetic process and endoplasmic reticulum membrane localization

	orf19.4151
	SPO1
	-1.96
	Protein similar to phospholipase B; fungal-specific (no human or murine homolog)

	Cell wall

	orf19.2837
	ALG5
	-2.62
	Putative glucosyltransferase involved in cell wall mannan biosynthesis; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.555
	PGA25
	-1.56
	Protein similar to S. cerevisiae Cis3p, which has a role cell-wall-related processes; predicted Kex2p substrate; possibly an essential gene, disruptants not obtained by UAU1 method

	Iron Homeostasis

	orf19.6873.1
	KTI11
	-2.0533
	Ortholog(s) have electron carrier activity, iron ion binding, zinc ion binding activity, role in peptidyl-diphthamide biosynthetic process from peptidyl-histidine, tRNA wobble uridine modification and cytosol, nucleus localization

	orf19.5779
	RNR1
	-1.86274
	Ribonucleotide reductase large subunit; expression greater in low iron; transposon mutation affects filamentous growth; farnesol upregulated in biofilm; regulated by cell cycle, tyrosol, cell density; regulated by Sef1p, Sfu1p, and Hap43p

	orf19.1264
	CFL2
	-2.00021
	Putative oxidoreductase, iron utilization; regulated by Sfu1p, Sef1p, Hap43p, Nrg1p, Tup1p, Rim101p; alkaline, low iron, fluphenazine, ciclopirox olamine, flucytosine, fluconazole, biofilm induced; caspofungin, amphotericin B repressed

	orf19.7179
	SSQ1
	-3.33727
	Ortholog(s) have role in intracellular sequestering of iron ion, iron-sulfur cluster assembly, protein maturation and mitochondrial matrix localization

	orf19.2069
	SMF3
	-1.40063
	Putative vacuolar iron transporter; alkaline upregulated; caspofungin repressed; transcriptionally activated by Mnl1p under weak acid stress; Hap43p-repressed gene

	orf19.6021
	IHD2
	-1.71198
	Transcriptionally regulated by iron and by yeast-hyphal switching; expression greater in low iron

	orf19.6234
	IPI3
	-2.03084
	Putative U2 snRNP component; Hap43p-induced gene; mutation confers hypersensitivity to 5-fluorocytosine (5-FC), 5-fluorouracil (5-FU), and tubercidin (7-deazaadenosine)

	orf19.59
	REI1
	-2.14011
	Putative cytoplasmic pre-60S factor; Hap43p-induced gene; decreased expression in response to prostaglandins

	orf19.2385
	KTI12
	-2.87818
	Protein similar to S. cerevisiae Kti12p, which associates with Elongator complex; has a role in resistance to killer toxin; predicted Kex2p substrate; Hap43p-induced gene

	orf19.7634
	MCD1
	-1.70507
	Protein similar to S. cerevisiae Mcd1p; transcription is repressed in response to alpha pheromone in SpiderM medium; cell-cycle regulated periodic mRNA expression; Hap43p-induced

	orf19.3746
	IFC1
	-1.6714
	Oligopeptide transporter; induced upon phagocytosis by macrophage; macrophage/pseudohyphal-repressed after 16h; fluconazole-induced; virulence-group-correlated expression; fungal-specific (no mammalian homolog); Hap43p-repressed

	orf19.3778
	RSA4
	-1.72625
	Hap43p-induced gene; mutation confers hypersensitivity to 5-fluorocytosine (5-FC), 5-fluorouracil (5-FU); downregulated in core stress response; decreased expression in response to prostaglandins

	orf19.3040
	EHT1
	-2.76847
	Protein similar to S. cerevisiae Eht1p; transcription is induced in response to alpha pheromone in SpiderM medium; regulated by Sef1p-, Sfu1p-, and Hap43p

	orf19.6393
	GTS1
	-1.55593
	Putative Arf3p GTPase activating protein; Hap43p-repressed gene; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.5020
	
	-5.02569
	Hap43p-induced gene

	orf19.4407
	
	-2.25009
	Hap43p-repressed gene

	orf19.3802
	PMT6
	-1.56535
	Protein mannosyltransferase; required for virulence in mice and for adhesion to endothelium; role in hyphal growth signaling and hygromycin B sensitivity; not a major contributor to overall cellular PMT activity; Hap43p-repressed gene

	orf19.3846
	LYS4
	-1.49759
	Homoaconitase; regulated by Gcn4p, Gcn2p; induced in response to amino acid starvation (3-AT treatment); upregulated in the presence of human whole blood or polymorphonuclear (PMN) cells; Hap43p-repressed gene

	orf19.3138
	NOP1
	-1.83764
	Nucleolar protein; flucytosine induced; Hap43p-induced gene

	Cell cycle arrest/Cytoskeleton 
istern
ng
n/DNA replication/DNA repair

	orf19.2469
	RAD10
	-1.61
	Ortholog of S. cerevisiae RAD10, an endonuclease involved in nucleotide excision repair; null mutant is extremely sensitive to UV irradiation; transcription is downregulated in alkaline conditions

	orf19.2174
	RAD57
	-2.02
	Putative DNA recombination and repair protein; transcriptionally induced by interaction with macrophage; transcription is regulated by Nrg1p, Mig1p, and Tup1p; essential protein; S. cerevisiae ortholog is essential

	orf19.4105
	CSM3
	-3.82
	Ortholog(s) have role in DNA repair, DNA replication checkpoint, establishment of mitotic sister chromatid cohesion, maintenance of DNA repeat elements, meiotic chromosome segregation, replication fork arrest, replication fork protection

	orf19.4945
	MSH6
	-2.96
	Protein similar to S. cerevisiae Msh6p, which is involved in mismatch repair; repressed under Cdc5p depletion; Hap43p-induced gene

	orf19.1699
	BZZ1
	-3.57
	Protein similar to S. cerevisiae Bzz1p, which is an SH3 domain protein involved in the regulation of actin polymerization

	orf19.6933
	RRD2
	-1.91
	Ortholog(s) have peptidyl-prolyl cis-trans isomerase activity, protein phosphatase type 2A regulator activity and role in mitotic spindle organization in nucleus, response to osmotic stress

	orf19.6225
	PCL7
	-1.50
	Putative cyclin-like protein, possible Pho85p cyclin; hyphal downregulated; transcriptionally activated by Mnl1p under weak acid stress

	orf19.2369
	ORC5
	-1.98
	Ortholog(s) have ATP binding, DNA replication origin binding activity

	orf19.643
	BIR1
	-1.76
	Ortholog(s) have role in apoptotic process, mitotic spindle elongation, sister chromatid biorientation, spindle checkpoint

	orf19.3760
	DLH1
	-1.53
	Functional homolog of S. cerevisiae Dmc1p, which is a meiosis-specific protein

	orf19.4471
	VPS64
	-1.73
	Ortholog(s) have role in protein targeting to vacuole, re-entry into mitotic cell cycle after pheromone arrest and endoplasmic reticulum membrane localization

	orf19.3129
	RVB1
	-1.75
	Putative chromatin 
istern
ng complex protein; heterozygous null mutant displays sensitivity to virgineone

	orf19.5864
	URK1
	-2.00
	Protein similar to uridine kinase; transcription is downregulated in response to treatment with ciclopirox olamine

	orf19.1238
	TUB4
	-1.74
	Putative gamma-tubulin; induced upon adherence to polystyrene; transcription is regulated by Nrg1p and Mig1p; periodic mRNA expression, peak at cell-cycle S/G2 phase

	orf19.4597
	CAP2
	-1.86
	Putative F-actin-capping protein subunit beta; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.103
	KAR5
	-1.94
	Protein similar to S. cerevisiae Kar5p, involved in nuclear membrane fusion during karyogamy; induced by alpha factor

	orf19.3964
	ASH2
	-1.59
	Ortholog(s) have histone methyltransferase activity (H3-K4 specific) activity, role in chromatin silencing at telomere, histone H3-K4 trimethylation, telomere maintenance and Lid2 complex, Set1C/COMPASS complex localization

	orf19.2600
	SPC98
	-3.11
	Putative component of the microtubule-nucleating Tub4p (gamma-tubulin) complex; periodic mRNA expression, peak at cell-cycle S/G2 phase

	orf19.3273
	YIH1
	-1.76
	Ortholog(s) have actin monomer binding, protein kinase inhibitor activity, ribosome binding activity, role in negative regulation of protein phosphorylation and cytoplasm, nucleus, polysome, ribosome localization

	orf19.4616
	POL30
	-1.98
	Similar to proliferating cell nuclear antigen (PCNA); RNA abundance regulated by tyrosol and cell density; transcriptionally induced by interaction with macrophages; flucytosine induced; stationary phase enriched protein

	orf19.7234
	RSC8
	-1.51
	Putative RSC chromatin remodeling complex component; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.3322
	DUT1
	-1.94
	dUTP pyrophosphatase; cell-cycle regulated if expressed in S. cerevisiae; upstream MluI and SCB transcription regulatory elements; induced by 17-beta-estradiol, ethynyl estradiol, macrophages; levels decrease in stationary phase yeast cells

	orf19.7452
	SLD3
	-1.86
	Ortholog(s) have chromatin binding activity and role in DNA unwinding involved in replication, DNA-dependent DNA replication initiation, double-strand break repair via break-induced replication

	orf19.4192
	CDC14
	-1.55
	Protein involved in exit from mitosis and morphogenesis; ortholog of S. cerevisiae Cdc14p, which is a dual-specificity phosphatase and cell-cycle regulator; suppresses S. cerevisiae cdc15-lyt1, dbf2-2, and (partially) tem1 mutant phenotypes

	orf19.3589
	SPO11
	-2.08
	DNA endonuclease required for genetic recombination between homologous chromosomes during the parasexual cycle; produced in mitotically dividing cells; similar to S. cerevisiae Spo11p, which functions in recombination during meiosis

	orf19.5534
	TVP38
	-2.16
	Ortholog(s) have role in mitotic spindle elongation, vesicle-mediated transport and integral to Golgi membrane localization

	Oxidative Stress

	orf19.5417
	
	-1.77
	Putative nuclear thiol peroxidase; alkaline downregulated; biofilm- and planktonic growth-induced gene; sumoylation target

	orf19.2891
	
	-1.88
	Ortholog(s) have role in cellular response to oxidative stress, misfolded or incompletely synthesized protein catabolic process, protein import into peroxisome matrix and mitochondrial inner membrane localization

	Transcription

	orf19.2528
	BDP1
	-2.71
	Putative RNA polymerase III transcription factor (TFIIIB) subunit; flucytosine repressed

	orf19.2612
	
	-1.57
	Putative zinc finger DNA-binding transcription factor; expression downregulated in an ssr1 null mutant; late-stage biofilm-induced gene

	orf19.1304
	RRP4
	-1.52
	Ortholog(s) have role in U4 snRNA 3’-end processing, exonucleolytic trimming to generate mature 3’-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA and LSU-rRNA), more

	orf19.4649
	ZCF27
	-2.10
	Putative transcription factor with zinc cluster DNA-binding motif

	orf19.7285
	PTI1
	-1.80
	Ortholog(s) have role in mRNA cleavage, mRNA polyadenylation, snoRNA 3’-end processing, termination of RNA polymerase II transcription, exosome-dependent, termination of RNA polymerase II transcription, poly(A)-coupled

	orf19.2111
	TFG2
	-1.74
	Ortholog(s) have core RNA polymerase II binding transcription factor activity and role in transcription elongation from RNA polymerase II promoter, transcriptional start site selection at RNA polymerase II promoter

	orf19.6845
	
	-1.66
	Putative transcription factor with bZIP DNA-binding motif

	orf19.2998
	TSR2
	-2.85
	Putative protein with a predicted role in pre-rRNA processing; decreased expression in response to prostaglandins

	orf19.1619
	CTK1
	-2.57
	Putative kinase subunit of RNA polymerase II carboxy-terminal domain kinase I; possibly an essential gene, disruptants not obtained by UAU1 method

	Translation

	orf19.1968.1
	MAK31
	-2.18
	Ortholog(s) have peptide alpha-N-acetyltransferase activity, role in N-terminal protein amino acid acetylation and NatC complex localization

	orf19.5964.2
	RPL35
	-1.64
	Ribosomal protein; downregulation correlates with clinical development of fluconazole resistance; shows colony morphology-related gene regulation by Ssn6p; Hap43p-induced

	orf19.2387
	ATP25
	-2.23
	Putative tRNA-Pro synthetase; genes encoding ribosomal subunits, translation factors, and tRNA synthetases are downregulated upon phagocytosis by murine macrophage

	orf19.702
	ECM32
	-1.73
	Ortholog(s) have DNA helicase activity, role in regulation of translational termination and polysome localization

	orf19.3956
	HER2
	-2.61
	Ortholog(s) have glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity and role in endoplasmic reticulum organization, glutaminyl-tRNAGln biosynthesis via transamidation

	orf19.1280
	SUI1
	-1.91
	Putative translation initiation factor; flucytosine induced; genes encoding ribosomal subunits, translation factors, and tRNA synthetases are downregulated upon phagocytosis by murine macrophage

	orf19.6584
	PRT1
	-2.26
	Putative translation initiation factor eIF3; mutation confers hypersensitivity to roridin A, verrucarin A; genes encoding ribosomal subunits, translation factors, tRNA synthetases are downregulated upon phagocytosis by murine macrophages

	orf19.1458
	TAD2
	-2.42
	Ortholog(s) have tRNA-specific adenosine deaminase activity, role in tRNA modification and cytoplasm, nucleus localization

	orf19.6749
	KRS1
	-1.66
	Putative tRNA-Lys synthetase; genes encoding ribosomal subunits, translation factors, tRNA synthetases are downregulated upon phagocytosis by murine macrophages; stationary phase enriched protein

	orf19.4844
	AIR2
	-6.93
	Ortholog(s) have RNA binding, polynucleotide adenylyltransferase activity, protein binding, bridging activity

	Translocation and transport

	orf19.6551
	GOS1
	-3.55
	Ortholog(s) have SNAP receptor activity, role in Golgi vesicle transport, vesicle fusion and Golgi medial 
istern, SNARE complex localization

	orf19.5667
	MNR2
	-1.83
	Putative ion transporter; fungal-specific (no human or murine homolog)

	orf19.7666
	
	-1.59
	Predicted membrane transporter, member of the anion:cation symporter (ACS) family, major facilitator superfamily (MFS)

	orf19.4335
	TNA1
	-2.73
	Putative nicotinic acid transporter; fungal-specific (no human or murine homolog); detected at germ tube plasma membrane by mass spectrometry; transcriptionally induced upon phagocytosis by macrophage

	orf19.5720
	
	-2.91
	Predicted membrane transporter, member of the monocarboxylate porter (MCP) family, major facilitator superfamily (MFS); ketoconazole or caspofungin repressed

	orf19.5753
	HGT10
	-1.95
	Glycerol permease involved in glycerol uptake; member of the major facilitator superfamily; induced by osmotic stress, at low glucose in rich media, during cell wall regeneration; 12 membrane spans; Hap43p-induced gene

	orf19.4446
	
	-1.97
	Protein similar to ammomium permeases that is probably inactive, as a mep2 mep3 double homozygous null mutation abolishes cellular ammomium permease activity; fungal-specific (no human or murine homolog)

	orf19.792
	
	-1.76
	Ortholog(s) have protein serine/threonine kinase activity, protein serine/threonine/tyrosine kinase activity

	orf19.6498
	IWR1
	-1.73
	Ortholog(s) have role in cellular protein complex localization, nucleocytoplasmic transport and DNA-directed RNA polymerase II, holoenzyme, cytoplasm localization

	orf19.880
	SFB3
	-1.78
	Ortholog(s) have role in cargo loading into COPII-coated vesicle and COPII vesicle coat, cytosol, mating projection tip localization

	orf19.3226
	NPC2
	-3.26
	Ortholog(s) have role in intracellular sterol transport and fungal-type vacuole lumen localization

	orf19.5962
	HGT4
	-1.95
	Glucose and galactose sensor; fermentation, filamentation, virulence roles; in 20-member C. albicans glucose transporter family, extended C terminus; high-glucose repressed; induced in macrophage, repressed in biofilm

	orf19.5276
	THP1
	-1.88
	Putative nuclear pore-associated protein; Hap43p-induced gene; induced upon low-level peroxide stress; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.7202
	RER1
	-2.07
	Ortholog(s) have role in ER to Golgi vesicle-mediated transport, protein retention in ER lumen, retrograde vesicle-mediated transport, Golgi to ER and COPI-coated vesicle, ER to Golgi transport vesicle localization

	orf19.5307
	JEN2
	-1.88
	Dicarboxylic acid transporter; regulated by glucose repression; induced by Rgt1p; transcription is upregulated in both intermediate and mature biofilms; disruptants not obtained by UAU1 method

	orf19.2786
	APL3
	-2.05
	Has domain(s) with predicted protein transporter activity, role in intracellular protein transport, vesicle-mediated transport and clathrin adaptor complex localization

	orf19.5340
	GYP5
	-1.68
	Ortholog(s) have Rab GTPase activator activity and role in ER to Golgi vesicle-mediated transport

	orf19.4059
	YHC3
	-1.77
	Ortholog(s) have role in actin cortical patch localization, arginine transport, cellular protein localization, cellular response to heat, endocytosis and late endosome to vacuole transport, more

	orf19.6005
	HGT5
	-1.56
	Putative glucose transporter of the major facilitator superfamily; the C. albicans glucose transporter family comprises 20 members; 12 probable membrane-spanning segments, extended N terminus; expressed in rich medium; Hap43p-repressed

	orf19.2895
	VMA8
	-1.59
	Protein similar to the S. cerevisiae Vma8p subunit of vacuolar H+-ATPase; transcription is regulated by Nrg1p and Mig1p; transcription is increased in populations of cells exposed to fluconazole over multiple generations

	orf19.4889
	HOL1
	-2.37
	Predicted membrane transporter, member of the drug:proton antiporter (12 spanner) (DHA1) family, major facilitator superfamily (MFS)

	orf19.4118
	CNT
	-2.95
	CNT family H(+)/nucleoside symporter; transports adenosine, uridine, inosine, guanosine, tubercidin; variant alleles encode high/low-affinity isoforms; S or G at residue 328 affects specificity; late-stage biofilm-induced

	orf19.473
	TPO4
	-3.40
	Putative sperimidine transporter; fungal-specific (no human or murine homolog)

	orf19.491
	SEC63
	-1.62
	Endoplasmic reticulum (ER) protein-translocation complex subunit

	orf19.3552
	NUP133
	-1.50
	Ortholog(s) have structural constituent of nuclear pore activity

	orf19.2974
	YKT6
	-1.89
	Putative protein of the vacuolar SNARE complex with a predicted role in vacuolar fusion

	orf19.5539
	USE1
	-1.87
	Ortholog(s) have role in retrograde vesicle-mediated transport, Golgi to ER and SNARE complex, integral to cytosolic side of endoplasmic reticulum membrane localization

	orf19.2991
	HOL1
	-1.68
	Putative MFS transporter; transcription regulated by Nrg1p; macrophage/pseudohyphal-repressed; transcription induced by alpha pheromone in SpiderM medium; possibly an essential gene, disruptants not obtained by UAU1 method

	Cellular metabolic processes

	orf19.4233
	THR4
	-2.95
	Putative threonine synthase; protein present in exponential and stationary growth phase yeast cultures; Gcn4p-regulated; sumoylation target

	orf19.123
	RCN1
	-1.55918
	Protein involved in calcineurin-dependent signaling that controls stress response and virulence; inhibits calcineurin function

	orf19.5643
	ECM7
	-1.74
	Ortholog(s) have role in calcium ion transport, cellular response to drug, fungal-type cell wall organization

	orf19.88
	ILV5
	-1.79
	Ketol-acid reductoisomerase; antigenic in human/murine infection; regulated by Gcn4p; GlcNAc, amino acid starvation (3-AT)-induced; biofilm induced; macrophage-downregulated protein; protein present in exponential and stationary phase

	orf19.2335
	APE4
	-1.51
	Putative aspartyl aminopeptidase; stationary phase enriched protein; mutation confers hypersensitivity to 5-fluorouracil (5-FU); Hog1p-induced; planktonic growth-induced

	orf19.1701
	RKI1
	-2.12
	Ortholog(s) have ribose-5-phosphate isomerase activity, role in pentose-phosphate shunt, pyridoxine biosynthetic process and cytoplasm, nucleus localization

	orf19.641
	ERJ5
	-1.80
	Ortholog(s) have role in protein folding and endoplasmic reticulum localization

	orf19.6393
	GTS1
	-1.56
	Putative Arf3p GTPase activating protein; Hap43p-repressed gene; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.5006
	GCV3
	-1.60
	Glycine decarboxylase, subunit H; protein level decrease in stationary phase cultures

	orf19.6470
	AHP2
	-2.33
	Putative thiol-specific peroxiredoxin; macrophage-downregulated gene

	orf19.2529
	GPI15
	-1.70
	Predicted ORF in Assemblies 19, 20 and 21; shares similarity with human Pig-H, which is involved in glycosylphosphatidylinositol assembly

	orf19.5112
	TKL1
	-4.21
	Putative transketolase; localizes to surface of yeast-form cells, but not hyphae; soluble protein in hyphae; transcription regulated by Nrg1p, Mig1p, and Tup1p; antigenic in human or murine infection; possibly essential (by UAU1 method)

	orf19.2591
	BIO3
	-2.02
	Ortholog(s) have adenosylmethionine-8-amino-7-oxononanoate transaminase activity and role in biotin biosynthetic process

	orf19.1977
	URA4
	-3.30
	Dihydroorotase; protein present in exponential and stationary growth phase yeast cultures

	orf19.837
	GNA1
	-2.49
	Glucosamine-6-phosphate acetyltransferase; enzyme of UDP-GlcNAc biosynthesis; required for viability in absence of GlcNAc supplementation; required for persistent infection and wild-type virulence in mouse systemic infection

	orf19.4540
	UBC8
	-1.52
	Protein similar to S. cerevisiae Ubc8p; transcription is induced in response to alpha pheromone in SpiderM medium

	orf19.183
	HIS3
	-2.37
	Imidazoleglycerol-phosphate dehydratase, enzyme of histidine biosynthesis; functionally complements S. cerevisiae his3-1 mutation; hyphal-induced expression; regulated by Gcn2p and Gcn4p; fungal-specific (no human or murine homolog)

	orf19.3260
	CAB3
	-1.87
	Ortholog(s) have phosphopantothenoylcysteine decarboxylase activity, role in coenzyme A biosynthetic process, response to salt stress and phosphopantothenoylcysteine decarboxylase complex localization

	orf19.4609
	AIM2
	-1.57
	Putative dienelactone hydrolase; protein abundance is affected by URA3 expression in the CAI-4 strain background; protein present in exponential and stationary growth phase yeast cultures

	orf19.5288
	IFE2
	-1.95
	Putative alcohol dehydrogenase; decreased expression in hyphae compared to yeast-form cells; Efg1p-regulated; fluconazole-induced; Hog1p-induced; increased expression in response to prostaglandins

	orf19.942
	KRE62
	-2.06
	Putative subunit of glucan synthase; macrophage-induced gene

	orf19.980
	VIP1
	-2.38
	Ortholog(s) have inositol heptakisphosphate kinase activity, inositol hexakisphosphate 1-kinase activity, inositol hexakisphosphate 3-kinase activity, inositol hexakisphosphate 4-kinase activity, inositol hexakisphosphate 6-kinase activity

	orf19.986
	GLY1
	-1.65
	L-threonine aldolase; possibly tetrameric; complements glycine auxotrophy of S. cerevisiae shm1 shm2 gly1-1 triple mutant; macrophage/pseudohyphal-induced; the GLY1 locus has an RFLP and is triploid in strain SGY269; biofilm-induced

	orf19.6659
	GAP6
	-3.60
	Broad-specificity amino acid permease; Plc1p-regulated; Gcn4p-regulated; fungal-specific (no human or murine homolog)

	orf19.3325
	GLG2
	-1.68
	Putative glycogen synthesis initiator; regulated by Efg1p and Efh1p; Hog1p-downregulated; shows colony morphology-related gene regulation by Ssn6p; increased expression in response to prostaglandins; biofilm-induced

	orf19.290
	KRE5
	-1.56
	Predicted UDP-glucose:glycoprotein glucosyltransferase; required for wild-type 1,6-beta-D-glucan biosynthesis, hyphal growth, and virulence in mouse IV infection; production in S. cerevisiae partially complements defects of a kre5 mutant

	orf19.4738
	SLP1
	-3.03
	Ortholog(s) have role in protein folding in endoplasmic reticulum

	orf19.6086
	LEU4
	-1.82
	Putative 2-isopropylmalate synthase; regulated by Nrg1p, Mig1p, Tup1p, Gcn4p; upregulated in the presence of human whole blood or polymorphonuclear (PMN) cells; macrophage/pseudohyphal-repressed after 16h; fungal-specific

	orf19.4858
	VPS41
	-1.80
	Protein similar to S. cerevisiae Vps41p, which is involved in vacuole organization and biogenesis; transposon mutation affects filamentous growth; regulated by Gcn4p; induced in response to amino acid starvation (3-aminotriazole treatment)

	orf19.2192
	GDH2
	-2.85
	Putative NAD-specific glutamate dehydrogenase; fungal-specific (no human or murine homolog); transcription is regulated by Nrg1p, Mig1p, Tup1p, and Gcn4p; stationary phase enriched protein; biofilm-induced

	orf19.3517
	YOR223W
	-3.30
	Ortholog(s) have endoplasmic reticulum, fungal-type vacuole lumen localization

	orf19.5505
	HIS7
	-1.63
	Putative imidazole glycerol phosphate synthase; histidine biosynthesis; no human/murine homolog; transcription induced by histidine starvation; regulated by Gcn2p and Gcn4p; higher protein level in stationary phase

	orf19.1626
	DYS1
	-2.34
	Ortholog(s) have transferase activity, transferring alkyl or aryl (other than methyl) groups activity, role in peptidyl-lysine modification to hypusine and cytosol, nucleus localization

	Virulence

	orf19.6987
	DNM1
	-2.96
	Putative dynamin-related GTPase; transcription is upregulated in an RHE model of oral candidiasis; transcription is regulated by Nrg1p, Mig1p, and Tup1p

	orf19.3959
	SSD1
	-1.56
	Protein with role in resistance to host antimicrobial peptides; virulence role in murine infection; functional homolog of S. cerevisiae Ssd1p, which suppresses various mutant phenotypes; constitutively expressed and not cell-cycle regulated

	orf19.988
	YGR149W
	-2.16
	Oral infection upregulated gene; transcription upregulated in strains from HIV+ patients with oral candidiasis; mutants have reduced capacity to damage oral epithelial cells; possibly transcriptionally regulated upon hyphal formation

	orf19.6601
	
	-2.82
	Biofilm-induced gene

	orf19.2151
	NAG6
	-1.62
	Protein required for wild-type mouse virulence and wild-type cycloheximide resistance; putative GTP-binding motif; similar to S. cerevisiae Yor165Wp; in gene cluster that encodes enzymes of GlcNAc catabolism; no human or murine homolog

	orf19.1914
	FAV3
	-2.13
	Putative alpha-1,6-mannanase; induced by mating factor in MTLa/MTLa opaque cells

	orf19.4849
	STS1
	-1.67
	Planktonic growth-induced gene; possibly an essential gene, disruptants not obtained by UAU1 method

	Uncharacterized genes

	orf19.2195
	
	-2.33
	Ortholog of Candida albicans WO-1 : CAWG_05881

	orf19.2800
	
	-2.40
	Ortholog of Candida albicans WO-1 : CAWG_00667

	orf19.1860.1
	
	-1.65
	Has domain(s) with predicted aminopeptidase activity and role in proteolysis

	orf19.1668
	SCM3
	-2.33
	Protein of unknown function; expression downregulated in an ssr1 null mutant

	orf19.3679
	YNL200C
	-1.72
	Putative protein of unknown function; stationary phase enriched protein

	orf19.3694
	
	-1.99
	Ortholog of C. parapsilosis CDC317 : CPAR2_106350, Candida tenuis NRRL Y-1498 : CANTEDRAFT_116785, Debaryomyces hansenii CBS767 : DEHA2C01980g and Candida dubliniensis CD36 : CD36_02210

	orf19.27
	
	-1.87
	Ortholog of C. parapsilosis CDC317 : CPAR2_104250, Candida tenuis NRRL Y-1498 : CANTEDRAFT_115100, Debaryomyces hansenii CBS767 : DEHA2E10450g and Candida dubliniensis CD36 : CD36_20860

	orf19.2304
	
	-2.10
	Protein similar to S. cerevisiae Gvp36p; transposon mutation affects filamentous growth

	orf19.3719
	
	-1.85
	Ortholog of Candida dubliniensis CD36 : CD36_27410 and Candida albicans WO-1 : CAWG_01588

	orf19.3722
	FAP1
	-2.07
	Ortholog(s) have cytoplasm localization

	orf19.3778
	RSA4
	-1.73
	Hap43p-induced gene; mutation confers hypersensitivity to 5-fluorocytosine (5-FC), 5-fluorouracil (5-FU); downregulated in core stress response; decreased expression in response to prostaglandins

	orf19.3780
	
	-2.28
	Protein likely to be essential for growth, based on an insertional mutagenesis strategy

	orf19.5727
	
	-2.03
	Ortholog of C. parapsilosis CDC317 : CPAR2_601230, Candida tenuis NRRL Y-1498 : CANTEDRAFT_115908, Debaryomyces hansenii CBS767 : DEHA2E12540g and Candida dubliniensis CD36 : CD36_64130

	orf19.1834
	
	-1.90
	Ortholog of C. parapsilosis CDC317 : CPAR2_212580, Debaryomyces hansenii CBS767 : DEHA2G11770g, Candida dubliniensis CD36 : CD36_09960 and Pichia stipitis Pignal : PICST_51041

	orf19.3826
	SKG1
	-2.07
	Predicted ORF in Assemblies 19, 20 and 21; Plc1p-regulated

	orf19.3836
	YGR001C
	-2.06
	Ortholog(s) have cytoplasm localization

	orf19.7091
	
	-1.69
	Predicted ORF in Assemblies 19, 20 and 21; induced by nitric oxide

	orf19.6450
	
	-2.17
	

	orf19.5821
	YML002W
	-2.03
	Ortholog of S. cerevisiae : YML002W, C. glabrata CBS138 : CAGL0L07634g, C. parapsilosis CDC317 : CPAR2_212430 and Candida tenuis NRRL Y-1498 : CANTEDRAFT_128807

	orf19.1948
	
	-2.13
	Ortholog of C. parapsilosis CDC317 : CPAR2_302560, Candida tenuis NRRL Y-1498 : CANTEDRAFT_135271, Debaryomyces hansenii CBS767 : DEHA2E12914g and Candida dubliniensis CD36 : CD36_51110

	orf19.1958
	
	-1.72
	Ortholog of Candida albicans WO-1 : CAWG_04501

	orf19.4510
	IFA4
	-3.04
	Predicted ORF in Assemblies 19, 20 and 21; oxidative stress-induced via Cap1p

	orf19.4583
	
	-3.54
	Predicted ORF in Assemblies 19, 20 and 21; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.1276
	
	-2.88
	Predicted ORF in Assemblies 19, 20 and 21; not essential for viability; similar to S. cerevisiae Vhs3p, which is a putative phosphopantothenoylcysteine decarboxylase

	orf19.7163
	
	-1.57
	Ortholog of C. parapsilosis CDC317 : CPAR2_702880, Candida tenuis NRRL Y-1498 : CANTEDRAFT_92070, Debaryomyces hansenii CBS767 : DEHA2D10318g and Candida dubliniensis CD36 : CD36_73790

	orf19.133
	
	-1.73
	Protein of unknown function; induced by nitric oxide independent of Yhb1p

	orf19.7173
	
	-1.56
	Ortholog of C. parapsilosis CDC317 : CPAR2_702310, Lodderomyces elongisporus NRLL YB-4239 : LELG_04029, Candida dubliniensis CD36 : CD36_73730 and Candida orthopsilosis Co 90-125 : CORT0G02490

	orf19.5920
	
	-1.72
	Ortholog of C. parapsilosis CDC317 : CPAR2_404420, Candida tenuis NRRL Y-1498 : CANTEDRAFT_115339, Debaryomyces hansenii CBS767 : DEHA2G13618g and Candida dubliniensis CD36 : CD36_84570

	orf19.5925
	AIM6
	-1.87
	Ortholog of S. cerevisiae : AIM6, C. glabrata CBS138 : CAGL0C05533g, C. parapsilosis CDC317 : CPAR2_404550, Candida tenuis NRRL Y-1498 : CANTEDRAFT_115337 and Debaryomyces hansenii CBS767 : DEHA2G13552g

	orf19.3266
	
	-2.01
	Ortholog of C. parapsilosis CDC317 : CPAR2_800910, Candida tenuis NRRL Y-1498 : CANTEDRAFT_132053, Debaryomyces hansenii CBS767 : DEHA2E17160g and Candida dubliniensis CD36 : CD36_25930

	orf19.2669
	
	-1.62
	Predicted ORF in retrotransposon Tca4 with similarity to the Pol region of retrotransposons encoding reverse transcriptase, protease and integrase; downstream from RHD2 with similarity to the Gag region encoding nucleocapsid-like protein

	orf19.949
	
	-1.61
	Ortholog of C. parapsilosis CDC317 : CPAR2_304100, Candida tenuis NRRL Y-1498 : CANTEDRAFT_98299, Debaryomyces hansenii CBS767 : DEHA2B07634g and Candida dubliniensis CD36 : CD36_50420

	orf19.4643
	
	-1.54
	Ortholog of Candida dubliniensis CD36 : CD36_41430, Candida tropicalis MYA-3404 : CTRG_00187 and Candida albicans WO-1 : CAWG_03642

	orf19.1314
	
	-2.57
	Planktonic growth-induced gene

	orf19.201
	MCM7
	-1.79
	Predicted ORF in Assemblies 19, 20 and 21; unmerged from orf19.202 in a revision of Assembly 21

	orf19.204
	
	-1.70
	Ortholog of Candida dubliniensis CD36 : CD36_23180, Candida tropicalis MYA-3404 : CTRG_01968 and Candida albicans WO-1 : CAWG_05983

	orf19.3317
	
	-1.62
	Ortholog of C. parapsilosis CDC317 : CPAR2_109070, Candida tenuis NRRL Y-1498 : CANTEDRAFT_105373, Debaryomyces hansenii CBS767 : DEHA2D14872g and Candida dubliniensis CD36 : CD36_01190

	orf19.292
	
	-3.32
	Ortholog of C. parapsilosis CDC317 : CPAR2_102390, Candida tenuis NRRL Y-1498 : CANTEDRAFT_133198, Lodderomyces elongisporus NRLL YB-4239 : LELG_02116 and Candida dubliniensis CD36 : CD36_82960

	orf19.2074
	
	-1.81
	Ortholog of Candida albicans WO-1 : CAWG_03833

	orf19.7322
	YPL225W
	-2.00
	Ortholog(s) have cytosol, nucleus, ribosome localization

	orf19.4057
	
	-1.73
	Ortholog of Candida dubliniensis CD36 : CD36_04885 and Candida albicans WO-1 : CAWG_00885

	orf19.3461
	
	-2.23
	Predicted ORF in Assemblies 19, 20 and 21; oxidative stress-induced via Cap1p; transcription is induced in response to alpha pheromone in SpiderM medium

	orf19.2826
	
	-1.60
	Ortholog of C. parapsilosis CDC317 : CPAR2_801140, Candida tenuis NRRL Y-1498 : CANTEDRAFT_129982, Debaryomyces hansenii CBS767 : DEHA2E09526g and Candida dubliniensis CD36 : CD36_27680

	orf19.7494
	
	-1.67
	Predicted ORF in Assemblies 19, 20 and 21; cell-cycle regulated periodic mRNA expression

	orf19.6132
	
	-2.08
	Ortholog of C. parapsilosis CDC317 : CPAR2_701740, Candida tenuis NRRL Y-1498 : CANTEDRAFT_93887, Debaryomyces hansenii CBS767 : DEHA2E04554g and Candida dubliniensis CD36 : CD36_33000

	orf19.6136
	MRPL4
	-1.53
	Predicted ORF in Assemblies 19, 20 and 21; repressed by nitric oxide

	orf19.35.1
	
	-2.24
	

	orf19.5064.1
	
	-3.24
	Ortholog of C. parapsilosis CDC317 : CPAR2_208450, Candida tenuis NRRL Y-1498 : CANTEDRAFT_116488, Debaryomyces hansenii CBS767 : DEHA2F26114g and Candida dubliniensis CD36 : CD36_07450


¥: Gene names and ORF numbers according to the Candida genomic database.

*: The average expression ratio (Log2 fold changes) from three independent experiments is shown.  Negative numbers indicate downregulation.

Table S4: List of upregulated genes in response to Ses
	ORF ID¥
	Standard

gene name¥
	Fold change*

(Log2)
	Description

	Oxidation reduction/Oxidative stress

	orf19.3612
	PST2
	1.791112
	Putative NADH:quinone oxidoreductase; similar to 1,4-benzoquinone reductase; immunogenic in mice; benomyl treatment induces transcription; oxidative stress-induced via Cap1p; fungal-specific (no human/murine homolog), farnesol-downregulated

	orf19.4774
	AOX1
	1.52558
	Alternative oxidase; low abundance; constitutively expressed; one of two isoforms (Aox1p and Aox2p); involved in a cyanide-resistant respiratory pathway present in plants, protists, and some fungi, absent in S. cerevisiae; Hap43p-repressed

	orf19.2124
	
	3.516681
	Has domain(s) with predicted nucleotide binding, oxidoreductase activity, transferase activity, transferring acyl groups other than amino-acyl groups, zinc ion binding activity and role in oxidation-reduction process

	Yeast to hypha transition

	orf19.659
	WAL1
	2.81
	Protein required for hyphal growth and for wild-type cell morphology, polarized budding, endocytosis, vacuole morphology; similar to Wiskott-Aldrich syndrome protein; localizes to cortical actin patches and hyphal tips

	Mitochondria

	orf19.6500
	ECM42
	2.077715
	Putative ornithine acetyltransferase; fungal-specific (no human or murine homolog); Gcn2p-, Gcn4p-regulated; clade-specific gene expression; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.4759
	COX5
	1.717586
	Cytochrome oxidase subunit V; putative upstream CCAAT box regulatory element; macrophage/pseudohyphal-induced; repressed by nitric oxide; intron in 5'-UTR; Hap43p-dependent repression in low iron medium

	orf19.5005
	OSM2
	1.534736
	Putative mitochondrial fumarate reductase; regulated by Ssn6p, Gcn2p, and Gcn4p; Hog1p-downregulated; stationary phase enriched protein; Hap43p-repressed gene

	Cell wall

	orf19.4072
	IFF6
	1.880546
	Putative GPI-anchored adhesin-like protein; opaque-specific transcription; macrophage-induced gene; Hap43p-repressed gene

	Transcription

	orf19.6271
	THP3
	1.692939
	Ortholog(s) have role in nuclear mRNA splicing, via spliceosome and nucleus, transcriptionally active chromatin localization

	orf19.1837
	TBP1
	1.538366
	Transcription initiation factor; binds TATA box sequence, and binding does not require TFIIA; caspofungin repressed; functional homolog of S. cerevisiae and human TATA-binding proteins

	Plasma Membrane

	orf19.1655.3
	PMP3
	1.565471
	Ortholog(s) have role in cation transport, regulation of membrane potential and plasma membrane localization

	orf19.2342
	SFT2
	1.501961
	Putative membrane protein; transcription is regulated by Mig1p

	orf19.1395
	PIC2
	1.962799
	Ortholog(s) have inorganic phosphate transmembrane transporter activity, role in phosphate ion transport, transmembrane transport and mitochondrion localization

	orf19.6166
	
	1.836636
	Has domain(s) with predicted hydrolase activity, acting on ester bonds activity and role in lipid catabolic process

	Translation

	orf19.4283
	
	3.006862
	Ortholog(s) have role in translational initiation and cytosol, eukaryotic 43S preinitiation complex, eukaryotic translation initiation factor 3 complex, eIF3e, eukaryotic translation initiation factor 3 complex, eIF3m, nucleus localization

	orf19.3861
	SIS1
	1.664007
	Putative Type II HSP40 co-chaperone; macrophage/pseudohyphal-repressed; heavy metal (cadmium) stress-induced; heterozygous null mutant displays sensitivity to virgineone

	orf19.5912
	MAK21
	2.871698
	Putative 66S pre-ribosomal particle subunit; mutation confers hypersensitivity to tubercidin (7-deazaadenosine)

	orf19.2795
	LHP1
	1.591347
	Ortholog(s) have tRNA binding activity, role in regulation of ascospore formation, regulation of conjugation with cellular fusion, tRNA 3'-trailer cleavage and nucleolus, nucleoplasm localization

	Virulence

	orf19.756
	SAP7
	1.747719
	Pepstatin A-insensitive secreted aspartyl protease; self-processing; expressed in human oral infection; Ssn6p-regulated; role in murine intravenous infection; induced during, but not required for, murine vaginal infection; N-glycosylated

	orf19.6637
	
	1.84
	Biofilm- and planktonic growth-induced gene; induced by hypoxia

	orf19.6644
	
	1.642856
	Biofilm-induced gene; transcription detected in high-resolution tiling array experiments

	orf19.271
	ADH4
	2.425897
	Protein not essential for viability; transcription is increased in an azole-resistant strain overexpressing MDR1; transcription is increased in populations of cells exposed to fluconazole over multiple generations

	orf19.3366
	CSH3
	2.263976
	Functional homolog of S. cerevisiae Shr3p, which is a chaperone specific for amino acid permeases; localized to ER; required for wild-type amino-acid responsive hyphal growth and for mouse systemic virulence; regulated by Gcn2p and Gcn4p

	orf19.4980
	HSP70
	3.182999
	Putative hsp70 chaperone; role in entry into host cells; heat-shock, amphotericin B, cadmium, ketoconazole-induced; farnesol-downregulated in biofilm; surface localized in yeast-form and hyphal cells; antigenic in host

	Cellular metabolic processes

	orf19.6993
	GAP2
	1.549169
	General amino acid permease; ketoconazole, flucytosine repressed; Ssy1p-dependent histidine induction; regulated by Nrg1p, Tup1p; shows colony morphology-related gene regulation by Ssn6p; biofilm- and planktonic growth-induced

	orf19.7676
	XYL2
	1.858341
	Putative D-xylulose reductase; immunogenic in mice; soluble protein in hyphae; induced by caspofungin, fluconazole, Hog1p and during cell wall regeneration; Mnl1p-induced in weak acid stress; stationary phase enriched; biofilm-induced

	orf19.2471
	GIM5
	1.634864
	Putative heterohexameric cochaperone prefoldin complex subunit; macrophage/pseudohyphal-repressed gene and macrophage-induced protein

	orf19.2498
	SAN1
	1.851955
	Hap43p-repressed gene; oxidative stress-induced via Cap1p; late-stage biofilm-induced and planktonic growth-induced gene

	orf19.744
	GDB1
	1.878157
	Putative glycogen debranching enzyme; expression is regulated upon white-opaque switching; regulated by Nrg1p, Tup1p

	orf19.4526
	HSP30
	1.803437
	Putative heat shock protein; fluconazole-downregulated; amphotericin B induced

	orf19.7193
	SSH4
	1.842938
	Ortholog(s) have role in protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway and fungal-type vacuole localization

	orf19.2613
	ECM4
	1.70161
	Cytoplasmic glutathione S-transferase; transcription regulated by Nrg1p, Tup1p; induced in core stress response, in cyr1 or ras1 null mutant (yeast or hyphal cells); transposon mutation affects filamentous growth; stationary phase enriched

	orf19.4630
	CPA1
	1.534615
	Putative carbamoyl-phosphate synthase subunit; alkaline downregulated; transcription is upregulated in both intermediate and mature biofilms

	orf19.5299
	ECM1
	2.707938
	Putative pre-ribosomal factor; decreased mRNA abundance observed in cyr1 homozygous mutant hyphae; induced by heavy metal (cadmium) stress; Hog1p regulated

	orf19.7269
	PAA1
	1.943876
	Ortholog(s) have aralkylamine N-acetyltransferase activity, diamine N-acetyltransferase activity, role in chromatin organization and cytoplasm localization

	orf19.3438
	SCJ1
	3.27859
	Ortholog(s) have chaperone binding activity, role in ER-associated protein catabolic process, protein folding in endoplasmic reticulum, response to unfolded protein and endoplasmic reticulum lumen localization

	orf19.2172
	ARA1
	1.666087
	D-Arabinose dehydrogenase; in dehydro-D-arabinono-1,4-lactone biosynthesis; NADP+ cofactor; active toward D-arabinose, L-fucose, L-xylose, L-galactose; inhibited by metal ions, thiol group-specific reagents; induced on polystyrene adherence

	Cell Cycle and DNA Replication

	orf19.57
	PSF2
	1.700608
	Ortholog(s) have role in DNA-dependent DNA replication initiation, GINS complex assembly, double-strand break repair via break-induced replication, meiotic chromosome segregation, protein localization to nucleus

	orf19.4867
	SWE1
	1.741481
	Putative protein kinase with a role in control of growth and morphogenesis, required for full virulence; mutant cells are small, rounded, and sometimes binucleate; not required for filamentous growth; mutant is hypersensitive to caspofungin

	Transporters

	orf19.1638
	
	2.312815
	Has domain(s) with predicted zinc ion binding activity, role in ER to Golgi vesicle-mediated transport, intracellular protein transport and COPII vesicle coat localization

	Iron Homeostasis

	orf19.2501
	FLC1
	1.85
	Protein involved in heme uptake; putative FAD transporter, similar to S. cerevisiae Flc1p; regulated by iron; macrophage-induced gene; mutant shows defect in filamentous growth

	orf19.7231
	FTR2
	1.60
	High-affinity iron permease; probably interacts with ferrous oxidase; regulated by iron level, ciclopirox olamine, amphotericin B, caspofungin; complements S. cerevisiae ftr1 iron transport defect; Hap43p-repressed

	orf19.2765
	PGA62
	1.79
	Adhesin-like cell wall protein; putative GPI-anchor; fluconazole-induced; regulated by iron; expression greater in high iron; induced during cell wall regeneration; Cyr1p or Ras1p downregulated; positively regulated by Tbf1p

	orf19.4765
	PGA6
	1.63
	Putative GPI-anchored cell wall adhesin-like protein; transcriptionally induced under high iron conditions; upregulated upon Als2p depletion; mRNA binds to She3p and is localized to hyphal tips

	orf19.424
	TRP99
	2.03
	Putative thioredoxin peroxidase/alkyl hydroperoxide reductase; transcriptionally regulated by iron; expression greater in low iron; regulated by Gcn4p; induced in response to amino acid starvation (3-aminotriazole treatment)

	orf19.465
	IFF9
	1.55
	Protein with similarity to Hyr1p; similar to GPI-linked cell-wall proteins; transcriptionally regulated by iron; expression greater in low iron; possibly an essential gene, disruptants not obtained by UAU1 method

	orf19.670.2
	
	1.64
	Hap43p-repressed gene; hypoxia downregulated, ketoconazole induced; late-stage biofilm-induced; induced in oralpharyngeal candidasis

	orf19.2177
	
	1.58
	Sef1p-, Sfu1p-, and Hap43p-regulated gene; overlaps IFM3/orf19.2176

	orf19.3548.1
	WH11
	3.04
	Cytoplasmic protein expressed specifically in white phase yeast cells; expression in opaque cells increases virulence and frequency of opaque-to-white switching; null mutant has wild-type switching; Hap43p, hypoxia and ketoconazol induced

	orf19.4674.1
	CRD2
	1.71
	Metallothionein; role in adaptation to growth in high copper; basal transcription is cadmium-repressed; regulated by Ssn6p; complements copper sensitivity of an S. cerevisiae cup1 null mutant; regulated by Sef1p-, Sfu1p-, and Hap43p

	orf19.1656
	
	2.28
	Hap43p-repressed gene

	orf19.7596
	
	1.83
	Hap43p-repressed gene

	orf19.6568
	SMC6
	1.81
	Putative structural maintenance of chromosomes (SMC) protein; Hap43p-induced gene; cell-cycle regulated periodic mRNA expression; S. cerevisiae ortholog is not cell-cycle regulated

	orf19.2170
	PHM7
	1.73
	Putative transporter; fungal-specific (no human or murine homolog); Hog1p-downregulated; downregulated in response to 17-beta-estradiol, ethynyl estradiol; Hap43p-induced gene

	orf19.2990
	XOG1
	1.53
	Exo-1,3-beta-glucanase; 5 glycosyl hydrolase family member; affects sensitivity to chitin and glucan synthesis inhibitors; not required for yeast-to-hyphal transition or for virulence in mouse systemic infection; Hap43p-induced gene

	orf19.7514
	PCK1
	1.67
	Phosphoenolpyruvate carboxykinase; regulated by hyphal switch, carbon source, Hap43p; repressed on glucose; induced by fluconazole, phagocytosis, H2O2, biofilm formation; induced in oralpharyngeal candidasis

	Uncharacterized Genes

	orf19.3159.4
	
	1.514065
	Ortholog of Candida albicans WO-1 : CAWG_04594

	orf19.4847
	
	1.806532
	ORF Predicted by Annotation Working Group; overlaps orf19.4846

	orf19.5446
	
	1.654285
	Putative protein of unknown function, transcription is upregulated in clinical isolates from HIV+ patients with oral candidiasis; regulated by Ssn6p

	orf19.3600
	
	1.710731
	Late-stage biofilm-induced gene

	orf19.598
	
	1.951059
	Ortholog of Candida albicans WO-1 : CAWG_02092

	orf19.1763
	IFR1
	1.69508
	Predicted ORF in Assemblies 19, 20 and 21; induced by nitric oxide

	orf19.5078
	
	4.094442
	Hap43p-repressed gene

	orf19.3903
	
	1.66674
	Ortholog of Candida albicans WO-1 : CAWG_04793

	orf19.6507
	
	1.892462
	Stationary phase enriched protein

	orf19.5295
	
	2.041811
	Predicted ORF in Assemblies 19, 20 and 21; transcription is induced in response to alpha pheromone in SpiderM medium

	orf19.7271
	
	1.558218
	Predicted ORF in Assemblies 19, 20 and 21; transcription detected in high-resolution tiling array experiments

	orf19.6650
	
	1.860474
	Ortholog of C. parapsilosis CDC317 : CPAR2_204660, Candida tenuis NRRL Y-1498 : CANTEDRAFT_104939, Debaryomyces hansenii CBS767 : DEHA2G23760g and Candida dubliniensis CD36 : CD36_30990

	orf19.2089
	NYV1
	1.4983
	Hap43p-repressed gene

	orf19.4017
	
	1.553645
	Ortholog of C. parapsilosis CDC317 : CPAR2_100270, Debaryomyces hansenii CBS767 : DEHA2D14058g, Candida dubliniensis CD36 : CD36_54840 and Pichia stipitis Pignal : PICST_30376

	orf19.3435
	
	1.780027
	Ortholog of Candida albicans WO-1 : CAWG_05215

	orf19.3565
	
	1.600887
	Ortholog of C. parapsilosis CDC317 : CPAR2_206470, Candida tenuis NRRL Y-1498 : CANTEDRAFT_113899, Debaryomyces hansenii CBS767 : DEHA2C05676g and Candida dubliniensis CD36 : CD36_19830

	orf19.3571
	
	1.803644
	Ortholog of C. parapsilosis CDC317 : CPAR2_209420, Candida tenuis NRRL Y-1498 : CANTEDRAFT_100922, Debaryomyces hansenii CBS767 : DEHA2D11176g and Candida dubliniensis CD36 : CD36_19870

	orf19.6164
	
	1.569112
	Ortholog of Candida albicans WO-1 : CAWG_02424

	orf19.2178.1
	
	1.989628
	Ortholog of C. parapsilosis CDC317 : CPAR2_407590, Candida tenuis NRRL Y-1498 : CANTEDRAFT_116308, Debaryomyces hansenii CBS767 : DEHA2C09768g and Candida orthopsilosis Co 90-125 : CORT0C06930


¥: Gene names and ORF numbers according to the Candida genomic database.

*: The average expression ratio (Log2 fold changes) from three independent experiments is shown.  Positive numbers indicate upregulation.

